Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.004 Å; R factor = 0.051; wR factor = 0.120; data-to-parameter ratio = 12.7.
The asymmetric unit of the title compound, C 9 H 9 N 2 +.
-0.5C 8 H 4 O 4 À Á3H 2 O, contains one 2-phenylimidazolium cation, half a benzene-1,4-dicarboxylate anion and three water molecules, which are connected by O-HÁ Á ÁO and N-HÁ Á ÁO hydrogen bonds into a three-dimensional network.
Related literature
For the structures of 2-phenylimidazolium nitrate and 2-phenylimidazolium acetate, see: Xia et al. (2009) ; Xia & Yao (2010) .
Experimental
Crystal data 
Data collection
Bruker APEX diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0. Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: SMART (Bruker, 1997 ); cell refinement: SAINT (Bruker, 1997) (Xia et al., 2009; Xia & Yao, 2010) . Here, I report the synthesis and crystal structure of the 2-phenylimidazolium hemi-benzene-1,4-dicarboxylate trihydrate.
The asymmetric unit of the title compound is composed of one 2-phenylimidazolium cation, half a benzene-1,4-dicarboxylate anion, and three water molecules (Fig. 1) which are connected by O-H···O and N-H···O hydrogen bonds to a three-dimensional network.
Experimental
A mixture of 2-phenylimidazole (0.5 mmol), benzene-1,4-dicarboxylic acid (0.3 mmol) and H 2 O (10 ml) was mixed. After several days, colorless crystals were obtained at room temperature.
Refinement
All H atoms on C and N atoms were positioned geometrically (N-H = 0.86 Å and C-H = 0.93 Å) and refined as riding, with U iso (H)=1.2U eq (carrier). Water H atoms were located in a difference Fourier map and refined as riding with the O-H and H···H distances restrainted to 0.85±0.01 and 1.35±0.01 Å, respectively.
Figures Fig. 1 . The structure of the title compound showing the atomic numbering scheme. Displacement ellipsoids are drawn at the 30% probability level. Symmetry codes: (i) 1 -x, 1 -y, 1 -z.
2-Phenylimidazolium hemi(benzene-1,4-dicarboxylate) trihydrate
Crystal data bsorption correction: multi-scan (SADABS; Sheldrick, 1996) h = −8→7 
